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Introduction

44
Some viruses have the potential for cross-species transmission, with spillover episodes 45 from humans to wildlife and vice versa, a phenomenon referred to as zoonosis [1] . Current 46 research on the dynamics behind host/virus interactions and inter-and intra-specific 47 transmissions is of scientific interest and important implications for emerging zoonoses and 48 consequently for public health.
49
The heterogeneity (understood as the inter-and intra-specific variation) in the ability of 50 hosts to transmit pathogens is among the most fundamental concepts in disease dynamics and diseases that have received attention in the last years due to the potential risk they pose for 63 human pandemic events [8] [9] [10] or with important health and economic consequences world-64 wide, such as rabies outbreaks [11, 12] . The capacity to coexist with viruses (in the absence of 65 disease) is probably linked to the bats' immune-system which seems be different to that of other 66 mammals, [7, 13] and related to the development of altered mitochondrial genomes [14] . This 67 pathogen control in bat hosts has favored ancient events of coevolution or parallel evolution 68 [15, 16] focusing not only on the analysis of fecal samples and internal tissues -as in previous studies-
89
but also on the analysis of the oropharyngeal swabs. AdVs are detected in almost half of the
90
Iberian bat species studied, in both feces and in the upper respiratory tract (for the first time in 91 bats), establishing a possible fecal-oral transmission route in two Pipistrellus pygmaeus.
92
Moreover, they found a surprisingly high prevalence in this species together with the co-generic The analysis of morphological and behavioral traits and presence of AdVs in bats is also 98 useful for the understanding of viral transmission dynamics. In fact, little is known about the 99 transmission mechanisms of AdVs and no study has focused on transmission in bats. A handful 100 of studies in humans suggest that transmission may need direct contact or at least a droplet 101 spraying (such as those produced by coughing or sneezing) or aerosol [27] [28] [29] . The strong host 102 specificity and the parallelism between host and AdVs phylogenies found for bats [16, 30] The phylogenetic linear regression analysis showed that regardless of the phylogenetic 162 model used (although Brownian motion had the lowest AIC score, all three models tested were 163 within ∆AIC ≤ 3), the variable MATING STRATEGY showed a significant (and negative) effect Table) . Moreover, the same result was recovered when using AdVs presence as a 166 binomial dependent variable (S2 Table) , indicating a significantly higher AdVs presence in bat 167 species not engaging in swarming for mating.
168
At individual level and for the three species considered, the complete models were used 169 since no model was selected by AIC (∆AIC < 3). The GLMM analysis revealed a significantly 170 higher AdVs presence for males (z= 2.067, p=0.039) in N. lasiopterus (Fig 3A) , and a trend 171 towards higher AdVs prevalence for individuals with smaller forearm (Fig 3B) for P. kuhlii (z= - Table. 175
Mantel test
176
The Mantel tests showed no significant correlation for all pairwise comparisons between 177 geographic distances and differences in the proportion of AdVs presence across localities for N. widespread along the Iberian Peninsula than those for Nyctalus lasiopterus and P. kuhlii (Fig 4) . 
A fully resolved phylogeny containing all the study species was not available from the 282 literature and is notoriously difficult to reconstruct for this group, [51] and so a hybrid approach 283 was taken whereby, published trees were grafted to obtain a full-solved topology whereas branch 284 lengths were estimated using molecular sequence data. The published phylogenetic studies for Species with fewer than 10 samples were eliminated from the matrix and from the phylogeny.
341
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